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Abstract of WO0071 743 

A method for detecting an interaction between a 
first protein and a second protein in a mammalian 
cell, which comprises, in a mammalian cell 
having a DNA carrying a reporter gene ligated 
thereto in the downstream of a base sequence 
binding to a DNA-binding region, expressing a 
fused protein of the first protein with two or more 
transcriptional activation regions which are the 
same or different, and another fused protein of 
the second protein with the above-described 
DNA-binding region, and then detecting the 
expression of the reporter gene. 
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(57) Abstract: A method for detecting an interaction between a first protein and 
a second protein in a mammalian cell, which comprises, in a mammalian cell hav- 
ing a DNA carrying a reporter gene ligated thereto in the downstream of a base 
sequence binding to a DNA -binding region, expressing a fused protein of the first 
protein with two or more transcriptional activation regions which are the same or 
different, and another fused protein of the second protein with the above-described 
DNA-binding region, and then detecting the expression of the reporter gene. 
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m iimmm iz % it £ w - ^ -i y u * k & 

2©^&ft£fflO£y--'W 7"'.) y K&fc <!;!>, <#L4 J i-r§^ffi(cH1-^ 0 

iy _; W r>J Ki£ (two-hybrid method) i±, 2 MfiSFWS^^, 
^ti^licOHil^Cfiri il (two hybrids) £ffiOT*&£f S^&T&Sc \y — 

I'lfii: $£¥-Mf;MtM(domain) tcDM&m 0 H. .&U\ Hi 2 ©I flit IIDNAS 

•n p#Wt tc/mo m ri n * imza & „ zzrmi^ m n n y 55 2 co m a nvu.^ 
mm\t<Dmft. &i>\ m 2 com n n t ^ \ <d<h n n t o>m /yft jtj iz 1 0 , rr. 

(H!l) o oJD^-A^'jy »dnTO£c5il 1 ©Ma M 

(X) £:fg2©lteJ! (Y) u J-<DfcW$bm<D±W, 

rK-^ at/; f;it!©?£!l©^.A;>; VXUt (Warbrick, 

E (1997) Structure 15:13-17) 0 

(Fields, S. and Song, 0. K. (1989) Nature 340:245-246, Dalton, S. a 
nd Trisman, R. (1992) Ceil 68:597-612, Bartel, P. L. et al. (1993) In Ce 
llular Interactions in Development: A Practical Approach) 0 LifiLs 
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Iftrei:, ii^M!)^?* ^— f y K^ic J; D, 

1. ilirininiOrtf^'J^H -fR^ITi (Fearon, E. R. , et al. ( 1992) Proc. Nat 

1. Acad. Sci. USA 89:7958-7962, Rickles, J. R. , et al. (1998) Chem. Biol. 
5:529-538) , 

2. f-\i\\0)ft\iim\\ (Fagan, R. , et al. (1994) Cell 78:799-811, Faga 
n, R., et al. (1994) Cell 78:799-811, Dang, C. V. , et al. (1991) Mol. Ce 
11 Biol. 11:954-962, Kim, H. J., et al. (1998) J. Biol. Chem. 273:28564- 
28567, Leahy, P., et al. (1999) J. Biol. Chem. 274:8813-8822) , 

aHMvr ££c t&wz frizz tixuZo b#>u*B£ft-fflj»i\ mmm&^^ 
v.t Lfzmriizi:^ >y \< mmRm.o) & titter 

lliriz&UTli, fe 7 J imitWMbm^ir^m l (0 in Ofl^muflX. DNA 

m&mm b miazK % m 2 & m & n y t u x mmtz 0 
m&%±^£^%tz®izi±, m&mxbm& iy cDmn^m iz 1 rn^-~ v 
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m < mmrmm-sfo % » $ # n & ox -it & o &t % %_ t z 0 

^mmm-fcD^mt^ ^ , <&• '>m km mmco ^ & ■» m ^^oyat^^i? 
t^x.x , saixi: 2mmmim.itmm^m^^^tit^6s i mourns 
■mt mm $:f#:^ett t. 1* t* x «t Hi t- #*i)^ti0i m o in s fr m * , it hi -c- 

§ £ 3 h £ M fi*. L-fco - © £fl IE t IS o § * % n/J i £ % $ £ ft tz * 

r s BiiLMm^^i-e s m-oxitm ^52 fi^±<7>$£Wjt$fb« >: m. & wx t 

^mmiwihomma, mrmxu: 2 mu±o<& itwM* m&z -&tz - 
mmmm(o> vt^n^Mizm 'it *srr^fc r ^©sna^M (src-sH3) t 

7DiJ>- 'Jyf ■ ^^-7(proline-rich motif K (Rickles R. 
J. , et. al. (1995) Pro. Natl. Acad. Sci. USA 92:10909-10913) ii'iYjf 

& x £ ^ m b x t m a R y it z o m i z mfc $ n % % o x i -± * ^ □ 

;i uf ^M'-vJl -^X 'V f > fl-ft i >-! • i : VP- 1 m f ft U (1UTVP16A 

Ic^fS^bMM©— oiiVP-16AD^fclip53AD-?!fe5 3 L^o VP16ADfcp5 
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umm^xt^miz^^ u^ 0 

mm * isu t i/i n- 1. -) Ci unm f-m h n<on® * t ^ , ««\ §ito#^ h 
-^•«;ii(cii^-r§GAL4c7)DNA$s^i^ ( w t gal4d bd h b& ) , mimmmcom 
mmn^izm^t&m dnas^mm, mwommmfc^izm^t ziexA dm 

lanflM^ #W £ ft a £\ «Rjj & d ft lz [S ft £ & © "c & & ^ o 

mmm*-ccD%mmmz& & . t * > ^ t & i ^tm^xcomm^m^ 

£ ) s CAT3te-7% /? - #5 £ h v *')7^77^ 
irillMIlilgT IgiH t X-gal £ M t ? § i: «£ s M C 5ft £ ftT *&tf.i njfg ft /? 

Tsmp.$»j-c:\ in] -0 n*&2 mi i\(04::>;im{iwi.tm n nxt 
o-jm&m&ms &u\ ^dna$u a mm t miinY t <o s^kk n mi $-\£z>h 
mtLxit, mmmxmiz, u) n~<D^m^2m\>xh<omM^mtm. 

M > M fl'I X h 0Ml i-m \'\ f! * ^iU ^ +r . (2) DNAfn fY^rt > <fi n TIY t. 

fYfH nnmmzii. (3) iiDNA^^^a^i^-raiiitga^j^T^iz, u# 

- * --Alii; f-*®i f r L £ DNA& # A "J* £ '/i ;i; 4 5 W 

L/#-^-ii^ : r©e^itffiii, infix ;imnnYc7)tnift/!iiz i 
£tzw&mxtw\:m v vms.^ m & mmox 7 u ----- > 7 ^ ^ -> 
wYcDmmm^m u ^ r mn.\twmm i h%m < txmw-mmw.&i**h% 

&fo(Dmi&%mmtZl5ft®%X&%Zb'?fim££tiXi^ (Chaudhuri B. , et. 
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al. (1995) FEBS letters 357:221-226) e 

u - ~ > ^ iz m i > s m&it , » * t < & u # > h * ^ ijn tsiiiiaoT 

A^£rr£Mf U#> K & * £ fc a & a c i: 

CZTU #> Kfc it, ««t § V # > 1' :S&f* £: S« L T S£?f£©$IMfb £ 

^*%B^{±z:n(3^f>ns*»©T*{i^^o DNA&" hn^> 

g&{£©x.X h d >^^fii i: 14 -nt" a 3 t iz J: D , xXFo^f' >l£MiMj/.# 

K^litt^ic^i:!: £*) fe¥f5ttft* s #€C M©#STT: «,' 

§ s -n, mmizx bm&mxtm&MYcDmEftmftm%£hitm&izi± s & 
la^iz uun-ni t z&nzH t & ?n 1 ©mri ntw'zonixirn&m*, m i©s 
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•tK WILMM^^-McD^STT'^ftb, l' - 7 - in si; 0 micD t ft £ 
\tt It » £ .X 7 ')•• - > -7'T h& at? & & ( WT - r *IP/3 7 7 'J — -- 
>7"&j WtSo 

^i;i!!X hClinrfV o:>mt Ltil src-SH3> 7°p U > • ij>vf 
ttf^7f h* GD&i£r-tt\ y3^"3>) Mx*§}rp?Mfc TDlg© th^D 7hDlg 
^©PDZS^J^^j-r^^r^ K (WThDlg-PDZt^f) i:>x-^--^Kf-T' 

;i'Kvi.4©C^^T ^ 7 i^y^ittr^r^- 1- c^ify-in?//* vif n * V Kitmiz 

Z ft (C £ tl S & CD T- & & ^ o 

snxT«fi(i, $ ^ 0ij -X ^ u — ~ > y iz x d mai^tifc<t^t)^M«T§o 

pSiii^SeM'X > ©lifers SMt ©14 o"if ^jl^D - Ft^ DNA, ^©DNA^ra 

mmcom^mm 

o li- fj ■■{ 7 u ■,• k m cd mm <o t z *hom& m r&%o 

M 3 tt, 2 fiW±©$i¥iSttffcMMi3 J; §sre-SH3i; 7n ij > • 'J^-^f 
FCDmMftmcDmhmkm%:7FTo GAL4DBD: GAL 4 DNAfS&M 
JgL SH3: src-SH3, VP16AD: VP16$£¥«ftMfcL Pro5: 7°p V > • U • ^ 
f--7, P 53AD: vSmmmitm^ Pro6: ti7*D'J> ♦ U 'Vf • -7o 

Wi%k>'i>t, GAL4DBD: GAL4 Wktti&WM, SH3: src-SH3, VP16AD: VP16fe^ 
f&mtffi®, Pro5: 7°P U > ■ 'j^f- W-7 N p53AD: p53fe^Sf'i; (tWliiL 
ERLBD : x 7 h n 7 > 1/ -fe 7" £ U # > K SMS o 
El 5 2 fiW±0$^-^i§f4fbMMic cfc ShDlg-PDZfcKvl .4 C«T ^ 7 If 



g # *. JB ffi (»J26) 
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^i<DmUimo^<D^m^-ro GAL4DBD: GAL4 DNA&£MfejL PDZ1: hDlg-PD 
ZU VP 16 AD: WlG&Wi&&1tffi^ PDZ2 : hDlg-PDZ2, p53AD: p53|5¥t5SibM 
Kvl.4: i/^~-jj-mi?~^>*)l 0 
M6l±, 3 M©fe¥rSttfbfIfeS(c J; § src-SH3 t7D 'J> ■ 'J^f • ^-7 
£#fr^7*f- h'OffiSf^ffl©^m©^=&7n-r 0 GAL4DBD : GAL4 DNAS^M, S 
H3: src-SH3, VP16AD: VP1 ibflftg. ProlS: ^S7'n >J > • 'J • 
f— 7, p53AD: p53te¥?£f^fb?liio 

MB^m^-^ £¥?sttft« tm&nx tom^m ai>Lt, 2 iiu ± 
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^^Wf^m^-c ffl l ^ 2 f@U !:(?)«:• ; ' ft ILwIM M \'mxt ©ffi^l* i'lfk 
x©»fT>i<n ?[£:.'-- K t ?:DNA, ^©DNA&t^t?^ ^©-<7 # — £ £ ^ 

msmm tvim? x xf^mmmmm iz mmt>mm t m & n y t com^ 
murit&f^* >m btt^o^ fe" fim. n © w Hi # i r u^m^, u 

'J # > b'&jftiW^ 161X^1 < (iiiii'ifiY M^V'Jimitn^h L < k£DN 
(D ^ f b # & 5 ii D , fHi © ft g {3 & o T & X t ^ o 

^a^DNA*{^J#^^^fcfe{^ffli^-<^^-©lt5g©^J, m°lz s y-;W7* 
1 . ^7^-©« 

— OCD^J^LT, l^'^fSt^'fbMlii: tTVP16ADSt>'p53AD, DNAfe'^MfcLT 
GAL4DBD, gfiKXM'Mf! Y h LTsrc-SH3&t>"7°n U > • U ^ • ^-7 
£^tf^7*^ h'tf)*ll£-U\ V #> FOfii: LUX h p l / h 
P ^ > i% 1* ^fllfei^Cont M W T%o £fztt T © W t * ^ T & s 
7°P U > ■ U ^ ■ ^-7£Mf^7°^- K£ Rickles£#$£Lfcil*'!j 
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$x ttTlztmt%mm±M"M&-?~^T)ls 0HJx.i£Molecular Cloning: A L 
aboratory Manual, Cold Spring Harbor Laboratory, Cold Spring Harbor, NY 

m c mm © is m iz % ^ x n o z t # x # & „ 

1 ) . &mmmmm&m a s & =j - f i- § dna : :fe¥-?st$.ib ® $ £ =j - f t § d 

NAs 08 X. !i'VP16AD£ =3 - F f SDNAcDiIft ic, & o --^©$£¥f£ttfbMii£ =3 - 
KTSDNAs 0!lx.(Sp53AD*3- HfSDNA^x 3 F >©^^[H| i: t & § £ 3 

u te^ii^iiPCRr^ ^ ^-cmm-m <: f %tfto lpcrjc x t> »if h+m 
fm^^T'^-t^o 

Pttt UTs ^b£<?£¥r5«tM^£:3- F«DNA©0g@t(;:, ffiSff-ffl* 
Wd\ Ifcl^aiX^D-HTS DNA. #J x fcf Pro5 DNAi5 J; t>*src-SH 

3£n- FTSDNA© #£St*rt£o 

2 ) . WkftkaWMMaWi & n & zi - F f -5 DNA : DNAfr^M DNA, M 
X <iGAL4DBD£ in — F t £DNA©ifif£ KffiS^ffl $ tMi Lfct^£fCY£=J-Kf 
&DNA, 0iJ*{£Pro5£:3 — Kf £DNA:fe £0<src-SH3 £=i- Kt5 DNA ©ffi^n F 

HDD bPCRtc <fc *3 $iJ8tB#ff§-tM F MM^T-Sl^rr § o 

3) . l)X&2)©il£ltftff^ It>J^f> K^S-Pii^i^tfcil^rSdH^^ 

e ft i z o in t $ ^ 5 * |g sji & z. n (c m ^ n § & © r* & & ^ o 

DNAIS^IM^^- KT-SDNA, ^|jt«GAL4DBD^n- F T § DNA© jS £§:!:: U #> 
FfS^giHwU f?ijxlli^ h D^f>»©iX h D^>^{4 (ER-LBD) %zi 
- F -T § DNA£ . u F > © fi^^ft 5 Taj U £ § £ 3 t MIS T £ o i$ M 

-izmmmv-i h^muLvcuz^^mmmm^^ f&»&^mt£o 
mmizLx, msLtzWkM^mmzzi-- ft^dna©^^ ml<wi*®j\\ 
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4). b"]"'— ^— DNA : b -K-^-jlfK^s ^X«5H£>ST;i^j 'J 7*7,7 y 7 — 
■VMiz-'f- (Goto, M. et. al., Mol. Pharmacol. 49:860-873, 1996) fc^-KI" 

ra^i'i^rSttftiS^K Upstream activating sequence; UAS)£ji$}-rSo 

i ,nil )-4)&')DNA«r, flSAP,MT'CD«J:: 31 L tz^7 7 - ( 7 - : > X ) £ 

m?*&fr. ^ 7 7 ~~*:wm-t6, 

2 . y — f\<i 7'\) -y 

1) . WAY^y77 ^7 v3> : lxl0 4 fi~2xl0 5 M©fff{]fLil«, ^JxJ^COS-K 

HEK293^^24-^x^ru- h±T'tg*T§o i i tmm fywm (Ytti ri n % 
-Yt%mh%&is^7 7~-ts mmmitmmm^m&m^^- v-rzmhtf* 

t$s<77-s &£nis^-7~MA&^$S^7 7-~%^tl^tim^&, »i;L< 
£400 ng£, 1^7>77i^y3>tS 0 b ^ > 7 7 x 7 v s >^!i, DEAE^ '^r 

zti&ttm & <s ^nTetis /a rr- * u < & u # 7 x ? ^ > &u 35 iz a? 

kiFuGENE ' M 6 Transfection reagent (^— U > fl " — v > ;\ f AftgSJ) £tfH^73 
SW^ti^. b *°-~7~DNA££f LTl^nifLUfflSaiC DNA^MMHl&if 
i'lff*^-- i f f &DNA&ft&^£ 7-t, ^W-iMHtWUm^m H fi £* K 1" 
§DNA&at?^7^ — t^7>^7i?y3>UUl^ 

2) . l/tf-^-Ty-tr-T : U^-^-T" y-fe'f te\ ^ft^ncDl/tf-^-jifE^ 

7 r 7 - -b* ( P L AP ) M i k T* <fe § if £ -d U T $ ^ 5 * \ * $ 6 i i C ti t PR tl • & 
in57;i/*'j7*X7 7^-fS^S?t;t^ fFM (0.28 M $S££IM, 
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8mMMgS04, P H 10) SWar^> UrMil^mi) 'MURmTC 
-<!30~60^}{£}S U Z. (D&rmtip<Dfc¥%?t%m%.t % Z b(z£ *) TJUii V 7 * 

3). u#> rizizmm : u#> Ht<j;€)iia»(is ^wti©u#> K*s&®tt 

mmm 1 2 m±©$^rStt^1«(i £ &src-SH3fcPro5©ffl5f1- J ffl(Z)&m 
2.5xl0 4 ficot^C0S-l«£24-7x;i,7>- h .JbT* 1 NMltl, DNAIS 

tf77^= H\ DNA^^MJI^S^-r^iISIS? ? 'J^a^7°D^--^-®M (« 

7tX7?^--i;( I'LADiSfc f ) £ 3tS 7*7 7 x K © 3 mi H 3 C 81 ft 
ii-r h7>77x7va> Lfco 22[^!Alfe;:50/il(O{/v^.j..^&[^i!x L . ^©4- 
Csin?>^il'S7;^ U 7^X7T7—tf:l^:iiJ/£L7v:o 

1). GAL4DBD-SH3 : GAL4DBD&D- Ft" SDNA!±, Mammal ian MATCHMAKER two-hybr 
id assay kit (CLONTECHftHO ti£^7 ^-~pMt> h W D & L feo SH3&3 

— KTSDNAiis human 5' -STRETCH PLUS cDNA library (lung) (CLONTECHttS) 
ZmmtL, AAAGAATTCCTGGCCGGTGGAGTGA 2 2) &U~ TTTGGATCCCGGAG 

GGCGCCAC 2 3 ) 0)itiMm&<itZX '■) nf^^y 'J #7 F 

U =3'DNA) %77j-?-tLT?CUz&*)Mmi<£:o Cft^DNAfc^*-* 
<7)$i]PMIf:^gTv{uSI>"7^ >f T-rNit&ff- L 7c rfrJ ffi II M wP f '1 ffl Lt> pcDNA3. 1 
( I NV I TROtt W. ) £ & j& A, 7c 0 
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2). VP16AD-P53AD-Pro5 : VP16AD£:3 — KTSDNA&Mammalian MATCHMAKER two-h 
ybrid assay kit (CLONTECHtiM) ta £ti£^7 7-pVP16*^tjj Y) m Ltzo p5 
3AD* zi — K T § DNA&, B Wlr- 9 ^>9 X ^X-f-Lfz p533t fi-f 7 n - > £ 
«i:U AAACAATTGACCATGGAGGAGC (IE^J« 2 4 ) & IF AAAGAATTCGTCTTC AGTGA 
ACCATTGTTCAA (;%!«^ 2 5 ) ©IIISK^J^T § ^ U rJDNA£ 7°^ -f v- £ L 
TPCRiC £ Pro5£:3- h*-f SDNAfciu MtcftjiJUS^^MT^jillP tfc, 

itm #'j 2 6lc t7;y gtffi^ £ a tf T ~ J M®m £ 3 -— VT&^t 1 ) =f DNAS 
O'^OWlPi^lftS^'J D"DNA££l$U dtl?>§Zr:.-^^^fe (tt#i3, P 
rosier ST*t^i^>fv-^^U p53AD £ Pro5 * n — }< ? Z> DNA £ —m t 

cDDNAi: LT-tifej ufeo ) o c n ?>dna£^ 7 -^comwimmmn^mz 7=7 -i 
v->\!;±z?(v&.-4 [) zmk'vcmi l LwmmMtii^:*in: it, pcdnas.i unv 

ITRORK) M#&A,£o 

h7>77i^ya >£i N FuGene 6 Transfectiori Reagent U >±f — ~7 

wwa*±m) ±Mmm<Dm%m^mmmzmcT'it^tzo 

T)li:> U"?i X-'y^-Wwmts ig«±yfil5;£zl£[5]l&lU G5"CT10v>W 

7 y~(0.28 M NaaCOs pH 10.0, 8 mM MgSO. ^J^S^l©^ 5 > 
(ttMUll) £flP;t. « TiCT37 o CT30^«Lfc^ ^ST^6(C30 

Mils fb^^^^^-r ^D7°i/- h;b?. y ^"^-CTSJ/tLfco 

®3t^-f DNAJg&$U$£=i- FT §DNA£b&7^7 * YtLX^ GA 

L4DBD<hsrc-SH3©il^-Md^&^- F T £ DNA (iMSffi^'J^ J;t>"n™ K£ft&T 

h*f &DNA£^tf 7°^7 a F i: bt, 1 ficD$S¥fSt.4ibMWP16AD >Pro5© 
ife^MS^- FT5DNA (Ml BE^^U^- h*£ti3T 5. 7 Jtffi^ffi^J 
&B3J&V ( 4iZ : Kt) £atf&©£fliffi L src-SH3i;Pro5©ffiSff- 
^fcfrofc (3) o fe%-TS^fc^*=3-h*t^DNA^^tf7-7 
7^ FilUT, 2^©fe''JifinftfiM ( VP 1 6 AD — p5 3 AD ) hPro5©il!&M« 

k I - 5 dna («s?'j^j:t>"rj- f£ t * j 5 mi e 
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?vo5(Dttt> *> lz s Pro5(7)3#gCDLeu^Ala!z N 9 # gCPro&Alafc: g&-f £ £ £ 
fsrc-SH3 1 CDffiSfM #11 L<iiLTl>5:t £ tlT I ^ § Pro6 
L ^^^-^ (5) , 

mmmx&Zs ummitmm?imiz?vobm^^^^^tcmi^ u, 2) , 

S^m^i^MMGAL4DBD^src-SH3^i!ii&$^^^ofctf^ (1, 6) , GAL4DBD* 
Xtlfrfrvtzm-fr (7) $^¥-«it(ig-^^^ofe 0 

.ihPmncofn ?7.fi:jH^ (3) N &mmtmm% 2 iso&tf 5 - 1 1 £ 0 

T'fo&ZtftWb-frtteitz (4) o M£Pro5(::M£Aft£Pro6T*&$i;^?St.t 
{biZfezZta^ (5) C^$K¥rS^b* s src-SH3bPro5©ffiSftffl^S 
t fc 5 d t ft^ £ tlfco 

l«'J 2 x x h n y > b -fc 7" 9 -iT) >j # > \< rt MM *HU • 3?yStt ® si ffi 
2xl0 f 1@©HEK293»jg£24-7xjl/7°U-- h ±X- 1 BmfiLfciL DNA^^pI« 
MfaLX h o 7" > u -fe 7° 7 i J # > K WTERLBD t8St)S^-Kt 

£DNA (iiaffi^Jio Jitfu- K ^n^7 ^ 7 If K?0 7 St>" 8 iz ^T) 
*pTtrr-7 7 ; ! : \ *i.Wimil%m*:J--- H 1 -5 DNA itfn- h* $ 

7grffi?iJ£ffi»^ 9&t>"l Olc^f) ^SifT"^*^ h\ 7°n^--7 
-M^&tf^T^tW*-*-^-? (PLAPitfS?) fc^trT^XS. 

i>yf-)i%mmmmQ nmztt h j; o izMz. 28mmmizsQ/i\cDim±m^mm 

l, C©(ftltltl5Mi7JbAiJ7*77 7 7 — I? S £ $J5E L o 

HEK293M C #A L fc 7^ 7 * K fcmf ©II ic#f H L o 
1). GAL4DBD-ERLBD-SH3 : GAL4DBD&tFSH3£rj~ h*f £DNA(i:^»J 1 M UTfl 
lit ERLBDS^J" FT SDNA&, human 5' -STRETCH PLUS cDNA library (CLON 
TECHttM) Ztmt Lx AAACAATTGTCTGCTGGAGACATGAGAGC (K?iJ#^2 7) SVA 
AAGAATTCGACTGTGGCAGGGAAACC (I2^j#t2 8) ©^ffi5E£iJ£ U n"DNA£ 

7"-7-f tXPCRTttli Lfco Ctl.?>DNA^^7 ^-4 J ^W^^i2SU f 7' 
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■y i ^~ -Hilztt;,rbtcMm?Mmiti*mni L-C, pcDNA3.1 (INVITROttS) ic&B 

tmxtt-vr?*^ K it IwdC ^ Liz J j <h l: ,1: ') WM L t , 
CZft ofeo 

t>\ Pro5£DNAS£rtJUfc src-m%&^&mbWM£Ztl?hm& L 
Mtit**s 10 nM /3-x.z Fr^-JHiUCJ:!) £~;&fE^®$£¥?Stt 
•ft^^3(g^?> 4fg-±#Lfc (E14) o 

lE^-tSfi ft^$Wtr # 5 d t &fifr-o fzo 

'mm 3 2 fiU±CD$f;¥«ttffcyIJI^ Jt ^>hDlg-PDZ t Kvl .4 C a 7 ffffi 
vij 4; H t h'^'S-J- h (7) ffi £ ft lij © & Hi 

r>/^x^J£p$-ijjtfe-^Dlg©b h 7"hDlg*©PDZS5^J* ft £^7°^- > 

2xl0 4 fi©-9-^C0S-l«^24-^^;b7"L'- b±f 1 Eli-gii L /iiL DNA$-§& 

XFZOTmz V * ZLii: i'PLAP U 7 3- 7 7 7 7 

£at?7^7? r0)3mm<r, i5l:^t^tT' h^>77x7v3>L/tc 
24MfJHc50^1©igil±Ji£@ilXU t tiM>^7VU* »J 7*7 

cos-iwsma t it 7 =• k te&Tom trnrn l tz a 
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1 ) . GAL4DBD-PDZ2 : GAL4DBD £ n - K T & DNA&fW'J 1 I1M L tz * PDZ2 
£3- K-f £DNA&, QUICK-Screen Human cDNA library Panel cat. K1003-1CD1 
ung Ugtll) (CLONTECHttM) £$fM^U AAAGAATTCAGAAGGAAACCAGTGTCAGAAA 

("ffi^J«2 9) S^AAAGGATCCTCAAGGTTCCCTTGTAATTTCAT (fid*W> l 3 0) (DM 
mm £ £ T 5 :* 'J :JDNA £ 7*^ >f v - £ U T PCRTrlffitS L £ 0 CI ti DNA£ ^ 7 

DNA3.1 (INVITROM) lzm^A,fzo 

2) . GAL4DBD-PDZ1-PDZ2 : GAL4DBD £ :n — FT MA(i«$fJ 1 iz^CTiiSLfco 
PDZ1-PDZ2£:3— Kt"SDNAfciu QUICK-Screen Human cDNA library Panel cat. K 
1003-l©lung Ugtll) (CLONTECHftlSl) *f« f V.± I , AAAGAATTCCTGGTCAACACAG 
ATAGCTTG (I2» ^ 3 1 ) St>*AAAGGATCCTCAAGGTTCCCTTGTAATTTCAT (S?J# ! 3 

2) <DSIimm%^t&j->) d'DNA^r^^ v-i: LTPCRT'itHL&o Cti^DN 

fcl^WiM^I'ifflLT, P cDNA3.1 (INVITROtiM) !c«3£A,£;c 

3) . VP16AD-p53AD-Kvl.4 : VP16AD&tfp53AD£ n- F t SDNAfi^WJ 1 » 
liMLfeo Kvl.4£n- H-T^DNAii, ^ U ^ DNA (i»g£?aj : AAAGAATTCGA 
TAAAAACAACTGTTCTAATGCAAAGGCTGTGGAGACTGATGTGTGAGGATCCAAA (ffi»-f3 3) ) 

?>DNA£-<7 '/ M : c?)^ili^:^^fv'^t/{C 7°-> >f v-il^t* fruit* U zfDNAtt' teas 

St tfe$!jPS§#^g^i$:|iJffl LTx pcDNA3. 1 (INVITROftil) «M^i£A,£o 
±§2U^©7^7a Fte;±lB»i; D^tfeo 
F7>X7i^y 3 >RZJT)l>J3 U7*^7 7 7 — t? St4»i/E^^»J 1 i:* 

m 5 tc ^ T J: -5 ic s DNA^^pIM £ =3 - F T 5 DNA£ a tf 7° ^ 7^ F h b T s GA 
L4DBDhhDlga>N..^7> Sx.T2# Fl COPDZ© H f| §; u — FTSDNA (ifcM 

L4DBD t hMgCDWMm 7> b l&x. T 1# g h 2# $ CDPDZ £ ^tf TO© i^S If £ n 
- K -T 5DNA (JI3£iE*iJfc «tt5^ - K £ti§ 7 5; 7 gfie^J£iB»t 14M1 
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ttfr-otz (2, 4) o 2ffl©iE¥i t St4fbMi$ (VP16AD — p53AD) tlvl.WC 

T * y Igffi^j % 1 8 £tf 1 9 iz tjs T ) t ^tf CD £ M L £ 
^'l;;''/^!'HL^U6*I^ (3, 5) 0 

m& mm -xfh'^, m -ij-^mt m m? i 6ad r mm j^gal idbd © h © ji & 
(i) a, fc^sttft&e- ztefritzo 

4 2 f^±©$£¥?g««t £src-SH3 fcProl5©Mftffl©J&£B 
Pro5©ftt) '9 (z % Pro5© 3 #g ©Leu ^ Alatc SffeT £ d i: £ J; oTsrc-SH3h 
©ffiSftffl^M^tfcProlS^ffl^Tc- ^©ffeii^M^j 1 ^NttCHMMi fij£*ft 

GAL4DBD, VP16AD, p53AD, SH3&Z>?rol5£ zi - Y T £DNA£ , i M L 

TMLs z DN A .|. © iijij 81 gg ^ ^ 1--:. M i:/7 < v--r|i& f- { $ 

U ^DNA^fCaSifttfeW^^^^ftJffl LT, pcDNA3.1 (INVITROttM) izm 

H6{-/j<-r=t-5!3 N 2fi©l5^fgttfbpMM (VP16AD-p53AD) ^©Mi^^fl^ 
ffiffl L£i§£rU± s src-SH3i:©Mf^ffl*^^Prol5T-2feo-C -?©f!i n ffiij 

^ai^tife (2) o 

££>{C, ^rS^bM^u- KT3DNA£^&7"^;^ LT. VP16ADiCp 
53AD£ 2fi^Lfcs fe ¥ ft ib M ii ^ 3 ^ A' f ]• Hil! ^ ^ m :: ; h*f -5DNA 

( naiapj * J; u zi - k £ ii a t- -x y i^'ij * ia?y s^2osif2 ic ^ -r ) £ 
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&t$b®zm^2>b(3), uwrmit mm £ 2 is %tsm&m & nom^ (z) ttt 
mm % -mmm z < ® m r a - ^ wt it- & o £ 0 

Pitt DNAI£-£rMGAL4DBD ic src-SH3 £ Sll ^ £ & -r> £ ® & ( 1 ) 

Zh >■'> CDmg l *), src~SH3tPro5©ffi5MJ; D t> $ £> iz m^Uiim T'fe 
oTi fe'ffSttf bMfel $ 2 Mi % if § - i: t J; D l^tli rT# it- 
£:&ofc (2) o ®t|£¥rS«ftW*o^{f ^c: fc^J: O^m^M^ii-rc: 
(3) o 
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i . mmmwmiz&tf %m i omantm 2 om&mommmztfi&t 

DNA|, ! i f? *m t (r 1 ' * iti 4 ?Z V\ CO b'wi(- b f'ttfr L £DNAM 

6 . 2 mn i.enu'jimitwm tmicoma n tvwam b m, x&dnas 

iviH ^ * M f T ^ it /r A fti i' 1 f I T ( fc S ,1^ # Jfl 1 £M©#So 

7 . U # > KSASHu/A h P y > ^tmW)^ 7 \- d fTirlH'': c*) 

8 . W*-* -jtfc^^ mmril * U 7 >j- X 7 r ^--tfilte 7-T" & § II 

i iz dm® /jit* 

$ i ff)inantm2 cDmancmu.^m iz fm % # x. s »j * 7 >? u - - > -yt 

in! -cOk^M 2fitU±©fe¥fSttfbMfctS 1 OISH 
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tom&w&n, ^dna^ amm tm2 c^i n ?i t (nm<>m n n ^ mi* 

m t LT MM £ X P V - - > ^"t" § d £ £ -a fc#& 0 

1 1. m^zmMj^mr&m i (DW&mtm 2 (D§k&M(Dmn & ftsrc-m 

'o, IIS^/o U > • U ^ • ^ — 7£^t?^:/f- F "C s % 1 o 

12. ?a •c^ii'avni-t^^ i cr><Mnb®2mtt\n<DMt,frij\ v^e? 

13. at« 1 0 izmm<D%m=. x ^m^n-tit^mo 

1 4 . m&M 1 ic|B«©^^ic^^TM1-§/r^O. M ■0.)WtiU.Z ! 2 

1 5. tH^Hl 4ic|3tic7)^0H^n-K-rSDNAo 

1 6 . MMm 1 5 !l,;d»I^)I)NAt 9 c 

1 7. kVW. 1 6 t§B«©-^^-^ct DBM«bfe«S?tMlfl]^o 
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1. GAL4DBD + VP16AD 

2. GAL4DBD-SH3 + VP 1 SAD 

3. GA14DBD-SH3 + VP1SAD-Pro5 

4 GAL4DBD-SH3 + VP1 6AD-p53AD-Pro5 

5. GAL4DBD-SH3 + VP1 6AD-p53AD-Pro6 

6. GAL4DBD + VPt 6AD-p53AD-Pro5 

7. {-) + VP16AD-p53AD-Pro5 



FLAP ;m. 

2000 3000 



m 3 



FLAP g-f'fe 
10000 20000 



I. GAL4DBO-ERLBD-SH3 
+ VP16AD~p53AD-Pro5 



0 4 
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. GAL4DBD 
+ VP16AD 



2. GAL4DBD-PDZ2 
+ VP16AD-Kv1.4 



3. GAL4DBD-PDZ2 

+ VP16AD-p53AD-Kv1.4 



FLAP gt£ 

0 100000 200000 300000 400000 500000 



L 

h 



4. GAL4DBD-PDZ1-PDZ2 
<r VP16AD-Kv1.4 



5. GAL4DBD-PDZ I -POZ2 
+ VP16AD-p53AD-Kv1, 



HI 5 



1 . GAL4DBD 

+ VP15AO-p53AD-p53AD-Pro15 

2. GAL4DBD-SH3 

+ VP16AD-p53AD-Pro15 

3. GAL4DBD-SH3 

+ VP16AD-p53AD-p53AD-Prol5 



flap 

5000 10000 15000 



m 6 
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ltI? i JI<( Sequence Listing) 
<110> x— tf^fct^tt(Eisai Co., Ltd.) 

<i2o> m%mmmz&v2>v-;\jzrv >y \<m 

<130> 0006W010P998 

<150> JP 11-144946 
<151> 1999-05-25 

<160> 33 

<210> 1 
<211> 643 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 
<221> CDS 
<222> (1). . (642) 

<400> 1 

atg aag eta ctg tct 
Met Lys Leu Leu Ser 
1 5 
aaa aag etc aag tgc 
Lys Lys Leu Lys Cys 
20 

aag aac aae tgg gag 
Lys Asn Asn Trp Glu 
35 

ctg act agg gca cat 
Leu Thr Arg Ala His 

50 



tct ate gaa caa gca tgc gat alt tgc cga ctt 48 

Ser He Glu Gin Ala Cys Asp lie Cys Arg Leu 

10 15 

tec aaa gaa aaa ccg aag tgc gec aag tgt ctg 96 

Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

25 30 

tgt cgc tac tct ccc aaa acc aaa agg tct ccg 144 

Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

40 45 

ctg aca gaa gtg gaa tea agg eta gaa aga ctg 192 

Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

55 60 
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gaa cag eta ttt eta ctg att ttt cct cga gaa gac ett gac atg att 240 

Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met He 

65 70 75 80 

ttg aaa atg gat tct tta cag gat ata aaa gca ttg tta aca gga tta 288 

Leu Lys Met Asp Ser Leu Gin Asp He Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

ttt gta caa gat aat gtg aat aaa gat gec gtc aca gat aga ttg get 336 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

tea gtg gag act gat atg cct eta aca ttg aga cag cat aga ata agt 384 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

gcg aca tea tea teg gaa gag agt. agt aac aaa ggt caa aga cag ttg 432 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

act gta teg ccg gaa ttc ctg gec ggt gga gtg acc ace ttt gtg gec 480 

Thr Val Ser Pro Glu Phe Leu Ala Gly Gly Val Thr Thr Phe Val Ala 

145 150 155 160 

etc tat gac tat gag tct agg acg gag aca gac ctg tec ttc aag aaa 528 

Leu Tyr Asp Tyr Glu Ser Arg Thr Glu Thr Asp Leu Ser Phe Lys Lys 

165 170 175 

ggc gag egg etc cag att gtc aac aac aca gag gga gac tgg tgg ctg 576 

Gly Glu Arg Leu Gin He Val Asn Asn Thr Glu Gly Asp Trp Trp Leu 

180 185 190 

gec cac teg etc age aca gga cag aca ggc tac ate ccc age aac tac 624 

Ala His Ser Leu Ser Thr Gly Gin Thr Gly Tyr He Pro Ser Asn Tyr 

195 200 205 

gtg gcg ccc tec ggg ate c 643 
Val Ala Pro Ser Gly He 
210 

<210> 2 
<211> 214 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 



WO 00/71743 PCT/JP00/03353 

3/35 



<220> 

<221> DNAJIND 
<222> (!)..( 147) 
<223> GAL4DBD 



<220> 

<221> DOMAIN 
<222> (151). .(214) 
<223> src-SH3 



<400> 2 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met He 
65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp lie Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Glu Phe Leu Ala Gly Gly Val Thr Thr Phe Val Ala 
145 150 155 160 

Leu Tyr Asp Tyr Glu Ser Arg Thr Glu Thr Asp Leu Ser Phe Lys Lys 

165 170 175 

Gly Glu Arg Leu Gin lie Val Asn Asn Thr Glu Gly Asp Trp Trp Leu 

180 185 190 

Ala His Ser Leu Ser Thr Gly Gin Thr Gly Tyr lie Pro Ser Asn Tyr 
195 200 205 
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Val Ala Pro Ser Gly He 
210 

<210> 3 
<211> 345 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 

<221> CDS 

<222> (16).. (339) 

<400> 3 

gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gcc ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac ggc gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gcc gac gcg eta gac gat ttc gat ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gcc 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 
45 50 55 60 

ccc tac ggc get ctg gat atg gcc gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gcc ctt gga att gac gag tac ggt ggg gaa ttc ccg ggg ate 291 
Thr Asp Ala Leu Gly lie Asp Glu Tyr Gly Gly Glu Phe Pro Gly He 

80 85 90 

cgt cga gtt tct tta get cgt cgt cct tta cct cct tta cct cgt tat 339 
Arg Arg Val Ser Leu Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg Tyr 

95 100 105 

aagctt 345 
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<210> 4 
<211> 108 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 
<220> 

<221> DOMAIN 
<222> (8). .(87) 
<223> VP 1 SAD 

<220> 

<221> DOMAIN 
<222> (95).. (108) 
<223> Pro5 

<400> 4 

Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro Thr Asp Val Ser 

1 5 10 15 

Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val Ala Met Ala His 

20 25 30 

Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Asp Gly Asp 

35 40 45 

Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala Pro Tyr Gly Ala 

50 55 60 

Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe Thr Asp Ala Leu 
65 70 75 80 

Gly He Asp Glu Tyr Gly Gly Glu Phe Pro Gly He Arg Arg Val Ser 

85 90 95 

Leu Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg Tyr 
100 105 

<210> 5 
<211> 504 

<212> DNA 
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<2 1 3> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 

<221> CDS 

<222> (16). .(498) 

<400> 5 

gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gcc ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac ggc gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gcc gac gcg eta gac gat ttc gat ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gcc 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 
45 50 55 60 

ccc tac ggc get ctg gat atg gcc gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gcc ctt gga att gac gag tac ggt ggg gaa ttc acc atg gag 291 
Thr Asp Ala Leu Gly lie Asp Glu Tyr Gly Gly Glu Phe Thr Met Glu 

80 85 90 

gag ccg cag tea gat cct age gtc gag ccc cct ctg agt cag gaa aca 339 
Glu Pro Gin Ser Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr 

95 100 105 

ttt tea gac eta tgg aaa eta ctt cct gaa aac aac gtt ctg tec ccc 387 
Phe Ser Asp Leu Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro 

110 115 120 

ttg ccg tec caa gca atg gat gat ttg atg ctg tec ccg gac gat att 435 
Leu Pro Ser Gin Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp lie 
125 130 135 140 

gaa caa tgg ttc act gaa gac gtt tct tta get cgt cgt cct tta cct 483 
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Glu Gin Trp Phe Thr Glu Asp Val Ser Leu Ala Arg Arg Pro Leu Pro 

145 150 155 

cct tta cct cgt tat ggatcc 504 
Pro Leu Pro Arg Tyr 
160 

<210> 6 
<211> 161 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 
<220> 

<221> DOMAIN 
<222> (8). .(87) 
<223> VP 16 AD 

<220> 

<221> DOMAIN 

<222> (90). .(147) 

<223> p53AD 

<220> 

<221> DOMAIN 

<222> (148).. (161) 

<223> Pro5 

<400> 6 

Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro Thr Asp Val Ser 

15 10 15 

Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val Ala Met Ala His 

20 25 30 

Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Asp Gly Asp 

35 40 45 

Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala Pro Tyr Gly Ala 
50 55 60 
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Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe Thr Asp Ala Leu 
65 70 75 80 

Gly lie Asp Glu Tyr Gly Gly Glu Phe Thr Met Glu Glu Pro Gin Ser 

85 90 95 

Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr Phe Ser Asp Leu 

100 105 110 

Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro Leu Pro Ser Gin 

1.15 120 125 

Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp lie Glu Gin Trp Phe 

130 135 140 

Thr Glu Asp Val Ser Leu Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg 
145 150 155 160 

Tyr 



<210> 7 

<211> 1446 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> hybrid gene 



<220> 

<221> CDS 

<222> (1). .(1440) 



<400> 7 

atg aag eta ctg tct tct ate gaa caa gca tgc gat att tgc cga ctt 

Met Lys Leu Leu Ser Ser lie Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

aaa aag etc aag tgc tec aaa gaa aaa ccg aag tgc gec aag tgt ctg 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

aag aac aac tgg gag tgt cgc tac tct ccc aaa acc aaa agg tct ccg 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

ctg act agg gca cat ctg aca gaa gtg gaa tea agg eta gaa aga ctg 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 
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50 55 60 

gaa cag eta ttt eta ctg att ttt ect cga gaa gac ctt gac atg att 240 
Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met He 
65 70 75 80 

ttg aaa atg gat tct tta cag gat ata aaa gca ttg tta aea gga tta 288 
Leu Lys Met Asp Ser Leu Gin Asp He Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

ttt gta caa gat aat gtg aat aaa gat gec gtc aca gat aga ttg get 336 
Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

tea gtg gag act gat atg cct eta aca ttg aga cag cat aga ata agt 384 
Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

1.15 120 125 

gcg aca tea tea teg gaa gag agt agt aac aaa ggt caa aga cag ttg 432 
Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

act gta teg ccg gaa ttg tct get gga gac atg aga get gec aae ctt 480 
Thr Val Ser Pro Glu Leu Ser Ala Gly Asp Met Arg Ala Ala Asn Leu 
145 150 155 160 

tgg cca age ccg etc atg ate aaa cgc tct aag aag aac age ctg gee 528 
Trp Pro Ser Pro Leu Met He Lys Arg Ser Lys Lys Asn Ser Leu Ala 

165 170 175 

ttg tec ctg acg gec gac cag atg gtc agt gec ttg ttg gat get gag 576 
Leu Ser Leu Thr Ala Asp Gin Met Val Ser Ala Leu Leu Asp Ala Giu 

180 185 190 

ccc ccc ata etc tat tec gag tat gat cct ace aga ccc ttc agt gaa 624 
Pro Pro He Leu Tyr Ser Glu Tyr Asp Pro Thr Arg Pro Phe Ser Glu 

195 200 205 

get teg atg atg ggc tta ctg ace aac ctg gca gac agg gag ctg gtt 672 
Ala Ser Met Met Gly Leu Leu Thr Asn Leu Ala Asp Arg Glu Leu Val 

210 215 220 

cae atg ate aae tgg gcg aag agg gtg cca ggc ttt gtg gat ttg acc 720 
His Met He Asn Trp Ala Lys Arg Val Pro Gly Phe Val Asp Leu Thr 
225 230 235 240 

etc cat gat cag gtc cac ctt eta gaa tgt gec tgg eta gag ate ctg 768 
Leu His Asp Gin Val His Leu Leu Glu Cys Ala Trp Leu Glu lie Leu 

245 250 255 

atg att ggt etc gtc tgg cgc tec atg gag cac cca ggg aag eta ctg 816 
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ttt get 
Phe Ala 

ggc atg 
Gly Met 
290 
cgc atg 
Arg Met 
305 

att ttg 
He Leu 

tct ctg 
Ser Leu 

gac act 
Asp Thr 

cag cac 
Gin His 
370 
cac atg 
His Met 
385 

aac gtg 
Asn Val 

cgc eta 
Arg Leu 

gac caa 
Asp Gin 

caa aag 
Gin Lys 
450 



Gly Leu Val Trp Arg 
260 

cct aac ttg etc ttg 
Pro Asn Leu Leu Leu 
275 

gtg gag ate ttc gac 
Val Glu He Phe Asp 
295 

atg aat ctg cag gga 
Met Asn Leu Gin Gly 
310 

ctt aat tct gga gtg 
Leu Asn Ser Gly Val 
325 

gaa gag aag gac cat 
Glu Glu Lys Asp His 
340 

ttg ate cac ctg atg 
Leu He His Leu Met 
355 

cag egg ctg gec cag 
Gin Arg Leu Ala Gin 
375 

agt aac aaa ggc atg 
Ser Asn Lys Gly Met 
390 

gtg ccc etc tat gac 
Val Pro Leu Tyr Asp 
405 

cat gcg ccc act age 
His Ala Pro Thr Ser 
420 

age cac ttg gec act 
Ser His Leu Ala Thr 
435 

tat tae ate acg ggg 
Tyr Tyr He Thr Gly 
455 



Ser Met Glu His 
265 

gac agg aac cag 
Asp Arg Asn Gin 
280 

atg ctg ctg get 
Met Leu Leu Ala 



Pro Gly Lys Leu Leu 
270 

gga aaa tgt gta gag 
Cys Val Glu 



gag gag 
Glu Glu 

tac aca 
Tyr Thr 

ate cac 
He His 
345 
gec aag 
Ala Lys 
360 

etc etc 
Leu Leu 

gag cat 
Glu His 

etg ctg 
Leu Leu 

egt gga 
Arg Gly 
425 
gcg ggc 
Ala Gly 
440 

gag gca 
Glu Ala 



ttt gtg 
Phe Val 
315 
ttt ctg 
Phe Leu 
330 

cga gtc 
Arg Val 

gca ggc 
Ala Gly 

etc ate 
Leu He 

etg tac 
Leu Tyr 
395 
ctg gag 
Leu Glu 
410 

ggg gca 
Gly Ala 

tct act 
Ser Thr 

gag ggt 
Glu Gly 



Gly Lys 
285 
aca tea 
Thr Ser 
300 

tgc etc 
Cys Leu 

tec age 
Ser Ser 

ctg gac 
Leu Asp 

ctg acc 
Leu Thr 
365 
etc tec 
Leu Ser 
380 



atg ctg 
Met Leu 

tec gtg 
Ser Val 

tea teg 
Ser Ser 
445 
ttc cct 
Phe Pro 
460 



tct egg ttc 
Ser Arg Phe 

aaa tct att 
Lys Ser He 
320 

acc ctg aag 
Thr Leu Lys 

335 
aag ate aca 
Lys He Thr 
350 

ctg cag cag 
Leu Gin Gin 

cac ate agg 
His He Arg 

aag tgc aag 
Lys Cys Lys 
400 

gac gec cac 
Asp Ala His 

415 
gag gag acg 
Glu Glu Thr 
430 

cat tec ttg 
His Ser Leu 

gee aea gtc 
Ala Thr Val 



1056 



1248 



1296 
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gaa ttc gtt tct tta get cgt cgt cct tta cct cct tta cct cgt tat 1440 

Glu Phe Val Ser Leu Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg Tyr 
465 470 475 480 

ggatcc 1446 

<210> 8 
<2il> 480 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 
<220> 

<221> DNAJIND 
<222> (1). .(147) 
<223> GAL4DBD 

<220> 

<221> DOMAIN 
<222> (151).. (464) 
<223> ERLBD 

<220> 

<221> DOMAIN 
<222> (467).. (480) 
<223> Pro5 

<400> 8 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu He Phe Pro Arg Glu Asp Leu Asp Met He 
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65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp lie Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Glu Leu Ser Ala Gly Asp Met Arg Ala Ala Asn Leu 
145 150 155 160 

Trp Pro Ser Pro Leu Met lie Lys Arg Ser Lys Lys Asn Ser Leu Ala 

165 170 175 

Leu Ser Leu Thr Ala Asp Gin Met Val Ser Ala Leu Leu Asp Ala Glu 

180 185 190 

Pro Pro lie Leu Tyr Ser Glu Tyr Asp Pro Thr Arg Pro Phe Ser Glu 

195 200 205 

Ala Ser Met Met Gly Leu Leu Thr Asn Leu Ala Asp Arg Glu Leu Val 

210 215 220 

His Met lie Asn Trp Ala Lys Arg Val Pro Gly Phe Val Asp Leu Thr 
225 230 235 240 

Leu His Asp Gin Val His Leu Leu Glu Cys Ala Trp Leu Glu lie Leu 

245 250 255 

Met He Gly Leu Val Trp Arg Ser Met Glu His Pro Gly Lys Leu Leu 

260 265 270 

Phe Ala Pro Asn Leu Leu Leu Asp Arg Asn Gin Gly Lys Cys Val Glu 

275 280 285 

Gly Met Val Glu He Phe Asp Met Leu Leu Ala Thr Ser Ser Arg Phe 

290 295 300 

Arg Met Met Asn Leu Gin Gly Glu Glu Phe Val Cys Leu Lys Ser He 
305 310 315 320 

He Leu Leu Asn Ser Gly Val Tyr Thr Phe Leu Ser Ser Thr Leu Lys 

325 330 335 

Ser Leu Glu Glu Lys Asp His He His Arg Val Leu Asp Lys lie Thr 

340 345 350 

Asp Thr Leu lie His Leu Met Ala Lys Ala Gly Leu Thr Leu Gin Gin 

355 360 365 

Gin His Gin Arg Leu Ala Gin Leu Leu Leu He Leu Ser His He Arg 
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370 375 
His Met Ser Asn Lys Gly Met 
385 390 
Asn Val Val Pro Leu Tyr Asp 
405 

Arg Leu His Ala Pro Thr Ser 
420 

Asp Gin Ser His Leu Ala Thr 
435 

Gin Lys Tyr Tyr He Thr Gly 
450 455 
Glu Phe Val Ser Leu Ala Arg 
465 470 

<210> 9 
<211> 654 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 
<221> CDS 
<222> (16).. (648) 

<400> 9 

gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gcc ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac ggc gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gcc gac gcg eta gac gat ttc gat ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gcc 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 



380 

Glu His Leu Tyr Ser Met Lys Cys Lys 
395 400 
Leu Leu Leu Glu Met Leu Asp Ala His 

410 415 
Arg Gly Gly Ala Ser Val Glu Glu Thr 

425 430 
Ala Gly Ser Thr Ser Ser His Ser Leu 
440 445 
Glu Ala Glu Gly Phe Pro Ala Thr Val 
460 

Arg Pro Leu Pro Pro Leu Pro Arg Tyr 
475 480 
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45 50 55 60 

ccc tac ggc get ctg gat atg gec gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gec ctt gga att gac gag tac ggt ggg gaa ttg acc atg gag 291 
Thr Asp Ala Leu Gly lie Asp Glu Tyr Gly Gly Glu Leu Thr Met Glu 

80 85 90 

gag ccg cag tea gat cct age gtc gag ccc cct ctg agt cag gaa aca 339 
Glu Pro Gin Ser Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr 

95 100 105 

ttt tea gac eta tgg aaa eta ctt cct gaa aac aac gtt ctg tec ccc 387 
Phe Ser Asp Leu Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro 

110 115 120 

ttg ccg tec caa gca atg gat gat ttg atg ctg tec ccg gac gat att 435 
Leu Pro Ser Gin Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp He 
125 130 135 140 

gaa caa tgg ttc act gaa gac gaa ttc ctg gec ggt gga gtg acc acc 483 
Glu Gin Trp Phe Thr Glu Asp Glu Phe Leu Ala Gly Gly Val Thr Thr 

145 150 155 

ttt gtg gec etc tat gac tat gag tct agg acg gag aca gac ctg tec 531 
Phe Val Ala Leu Tyr Asp Tyr Glu Ser Arg Thr Glu Thr Asp Leu Ser 

160 165 170 

ttc aag aaa ggc gag egg etc cag att gtc aac aac aca gag gga gac 579 
Phe Lys Lys Gly Glu Arg Leu Gin lie Val Asn Asn Thr Glu Gly Asp 

175 180 185 

tgg tgg ctg gec cac teg etc age aca gga cag aca ggc tac ate ccc 627 
Trp Trp Leu Ala His Ser Leu Ser Thr Gly Gin Thr Gly Tyr lie Pro 

190 195 200 

age aac tac gtg gcg ccc tec ggatcc 654 
Ser Asn Tyr Val Ala Pro Ser 
205 210 

<210> 10 

<211> 211 

<212> PUT 

<213> Artificial Sequence 



<220> 
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<223> hybrid protein 
<220> 

<221> DOMAIN 
<222> (8).. (87) 
<223> VP 16 AD 

<220> 

<221> DOMAIN 
<222> (90).. (147) 
<223> p53AD 

<220> 

<221> DOMAIN 
<222> (151). .(211) 
<223> src-SH3 



Ala Pro Pro Thr Asp Val Ser 

10 15 
Glu Asp Val Ala Met Ala His 
30 

Asp Met Leu Gly Asp Gly Asp 
45 

Asp Ser Ala Pro Tyr Gly Ala 
60 

Gin Met Phe Thr Asp Ala Leu 
75 80 
Thr Met Glu Glu Pro Gin Ser 
90 95 
Gin Glu Thr Phe Ser Asp Leu 
110 

Leu Ser Pro Leu Pro Ser Gin 
125 

Asp Asp lie Glu Gin Trp Phe 
140 

Val Thr Thr Phe Val Ala Leu 
155 160 



<400> 10 
Met Gly Pro 
1 

Leu Gly Asp 

Ala Asp Ala 
35 

Ser Pro Gly 
50 

Leu Asp Met 
65 

Gly He Asp 



Lys Lys 
5 

Glu Leu 
20 
Leu Asp 

Pro Gly 

Ala Asp 

Glu Tyr 



Lys Arg Lys Val 
His Leu , 
Asp Phe i 



Asp Pro Ser Val Glu 
100 

Leu Pro 



Trp Lys Leu 
115 

Ala Met Asp 
130 

Thr Glu Asp 
145 



Phe Thr 
55 

Phe Glu 
70 

Gly Gly 
Pro Pro 
Glu Asn 



Asp Gly 
25 

Asp Leu 
40 

Pro His 



Asp Leu 
Glu Phe 



Phe Glu 

Glu Leu 

Leu Ser 
105 
Asn Val 
120 

Met Leu Ser Pro 
135 

Leu Ala Gly Gly 
150 
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Tyr Asp Tyr Glu Ser Arg Thr Glu Thr Asp Leu Ser Phe Lys Lys Gly 

165 170 175 

Glu Arg Leu Gin lie Val Asn Asn Thr Glu Gly Asp Trp Trp Leu Ala 

180 185 190 

His Ser Leu Ser Thr Gly Gin Thr Gly Tyr He Pro Ser Asn Tyr Val 

195 200 205 

Ala Pro Ser 
210 

<210> 11 
<211> 291 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> a sequence to which DNA-binding domain binds 
<220> 

<221> enhancer 
<222> (1)..(129) 
<223> UAS 

<220> 

<221> promoter 
<222> (130).. (291) 

<400> 11 

ggtaccttcc cgggatccgc tcggaggaca gtactccgct cggaggacag tactccgcte 60 

ggaggacagt actccgctcg aggacagtac tccgctcgga ggacagtact ccgatccgtc 120 

gactctagac cccgcccagc gtcttgtcat tggcgaattc gaacacgcag atgcagtcgg 180 

ggcggcgcgg tcccaggtcc acttcgcata ttaaggtgac gcgtgtggcc tcgaacaccg 240 

agcgaccctg cagcgacccg cttaacagcg tcaacagcgt gccgcaagct t 291 

<210> 12 

<211> 927 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> hybrid gene 

<220> 

<221> CDS 

<222> ( 1 ) . . (918) 

<400> 12 

atg aag eta ctg tct tct ate gaa caa gca tgc gat att tgc cga ctt 48 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp lie Cys Arg Leu 

15 10 15 

aaa aag etc aag tgc tec aaa gaa aaa ccg aag tgc gec aag tgt ctg 96 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

aag aac aac tgg gag tgt cgc tac tct ccc aaa acc aaa agg tct ccg 144 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

ctg act agg gca cat ctg aca gaa gtg gaa tea agg eta gaa aga ctg 192 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

gaa cag eta ttt eta ctg att ttt cct cga gaa gac ett gac atg att 240 

Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met He 

65 70 75 80 

ttg aaa atg gat tct tta cag gat ata aaa gca ttg tta aca gga tta 288 

Leu Lys Met Asp Ser Leu Gin Asp He Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

ttt gta caa gat aat gtg aat aaa gat gec gtc aca gat aga ttg get 336 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

tea gtg gag act gat atg cct eta aca ttg aga cag cat aga ata agt 384 

Ser Val Glu Thr Asp Met. Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

gcg aca tea tea teg gaa gag agt agt aac aaa ggt eaa aga cag ttg 432 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

act gta teg ccg gaa ttc aga agg aaa cca gtg tea gaa aaa ata atg 480 

Thr Val Ser Pro Glu Phe Arg Arg Lys Pro Val Ser Glu Lys He Met 

145 150 155 160 
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gaa ata aag etc att aaa ggt cct aaa ggt ctt ggg ttt age att get 528 
Glu He Lys Leu lie Lys Gly Pro Lys Gly Leu Gly Phe Ser He Ala 

165 170 175 

gga ggt gtt gga aat cag cat att cct ggg gat aat age ate tat gta 576 
Gly Gly Val Gly Asn Gin His He Pro Gly Asp Asn Ser He Tyr Val 

180 185 190 

acc aaa ata att gaa gga ggt gca gca cat aag gat ggc aaa ctt cag 624 
Thr Lys He He Glu Gly Gly Ala Ala His Lys Asp Gly Lys Leu Gin 

195 200 205 

att gga gat aaa ctt tta gca gtg aat aac gta tgt tta gaa gaa gtt. 672 
He Gly Asp Lys Leu Leu Ala Val Asn Asn Val Cys Leu Glu Glu Val 

210 215 220 

act cat gaa gaa gca gta act gee tta aag aac aca tct gat ttt gtt 720 
Thr His Glu Glu Ala Val Thr Ala Leu Lys Asn Thr Ser Asp Phe Val 
225 230 235 240 

tat ttg aaa gtg gca aaa ccc aca agt atg tat atg aat gat ggc tat 768 
Tyr Leu Lys Val Ala Lys Pro Thr Ser Met Tyr Met Asn Asp Gly Tyr 

245 250 255 

gca cea cct gat ate acc aac tct tct tct cag cct gtt gat aac cat 816 
Ala Pro Pro Asp lie Thr Asn Ser Ser Ser Gin Pro Val Asp Asn His 

260 265 270 

gtt age cea tct tec ttc ttg ggc cag aca cea gca tct cca gee aga 864 
Val Ser Pro Ser Ser Phe Leu Gly Gin Thr Pro Ala Ser Pro Ala Arg 

275 280 285 

tae tec cca gtt tct aaa gca gta ctt gga gat gat gaa att aca agg 912 
Tyr Ser Pro Val Ser Lys Ala Val Leu Gly Asp Asp Glu He Thr Arg 

290 295 300 

gaa cct tga ggatcc 927 
Glu Pro 
305 

<210> 13 
<211> 306 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 
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<220> 

<221> DNAJ1ND 
<222> (1)..(147) 
<223> GAL4DBD 



<220> 

<221> DOMAIN 
<222> (161).. (247) 
<223> hDIg-PDZ2 



<400> 13 

Met Lys Leu Leu Ser Ser lie Glu Gin Ala Cys Asp lie Cys Arg Leu 

1 5 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu He Phe Pro Arg Glu Asp Leu Asp Met lie 
65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp lie Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Glu Phe Arg Arg Lys Pro Val Ser Glu Lys lie Met 
145 150 155 160 

Glu He Lys Leu He Lys Gly Pro Lys Gly Leu Gly Phe Ser He Ala 

165 170 175 

Gly Gly Val Gly Asn Gin His He Pro Gly Asp Asn Ser He Tyr Val 

180 185 190 

Thr Lys He He Glu Gly Gly Ala Ala His Lys Asp Gly Lys Leu Gin 
195 200 205 
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lie Gly Asp Lys Leu Leu Ala Val 

210 215 
Thr His Glu Glu Ala Val Thr Ala 
225 230 
Tyr Leu Lys Val Ala Lys Pro Thr 
245 

Ala Pro Pro Asp He Thr Asn Ser 
260 

Val Ser Pro Ser Ser Phe Leu Gly 
275 280 
Tyr Ser Pro Val Ser Lys Ala Val 

290 295 
Glu Pro 
305 



Asn Asn Val Cys Leu Glu Glu Val 
220 

Leu Lys Asn Thr Ser Asp Phe Val 
235 240 
Ser Met Tyr Met Asn Asp Gly Tyr 

250 255 
Ser Ser Gin Pro Val Asp Asn His 
265 270 
Gin Thr Pro Ala Ser Pro Ala Arg 
285 

Leu Gly Asp Asp Glu He Thr Arg 
300 



<210> 14 
<211> 1251 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> hybrid gene 



<220> 

<221> CDS 

<222> (!)..( 1242) 



<400> 14 

atg aag eta ctg tct tct ate gaa caa gca tge gat att tgc cga ctt 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

aaa aag etc aag tgc tec aaa gaa aaa ccg aag tgc gec aag tgt ctg 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

aag aac aac tgg gag tgt cgc tac tct ccc aaa acc aaa agg tct ccg 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

ctg act agg gca cat ctg aca gaa gtg gaa tea agg eta gaa aga ctg 
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Leu Thr 
50 

gaa cag 
Glu Gin 
65 

ttg aaa 
Leu Lys 

ttt gta 
Phe Val 

tea gtg 
Ser Val 

gcg aca 
Ala Thr 
130 
act gta 
Thr Val 
145 

act tac 
Thr Tyr 

ctt gaa 
Leu Glu 

gac aac 
Asp Asn 

ate aca 
He Thr 
210 
tgt ata 
Cys He 
225 

aaa gea 
Lys Ala 



Arg Ala His 

eta ttt eta 
Leu Phe Leu 

atg gat tct 
Met Asp Ser 
85 

caa gat aat 
Gin Asp Asn 

100 
gag act gat 
Glu Thr Asp 
115 

tea tea teg 
Ser Ser Ser 

teg ceg gaa 
Ser Pro Glu 



Leu Thr Glu Val 
55 

ctg alt. ttt cct 
Leu lie Phe Pro 
70 

tta cag gat ata 
Leu Gin Asp He 



gtg aat 
Val Asn 

atg cct 
Met Pro 

gaa gag 
Glu Glu 
135 
ttc ctg 
Phe Leu 
150 

aca gat 
Thr Asp 



tea ggg 
Ser Gly 



gtt aat ggc 
Val Asn Gly 
165 

agg gga aat 
Arg Gly Asn 
ISO 

cea eae att. gga gat 
Pro His He Gly Asp 
195 

ggg gga gca 
Gly Gly Ala 



tta cga gta 
Leu Arg Val 

gtt gaa geg 
Val Glu Ala 
245 



gec gec 
Ala Ala 
215 
aat. gaa 
Asn Glu 
230 

ttg aaa 
Leu Lys 



aaa gat 
Lys Asp 
105 
eta aca 
Leu Thr 
120 

agt agt 
Ser Ser 

gtc aac 
Val Asn 

gca gat 
Ala Asp 

ctt ggt 
Leu Gly 
185 
gac tea 
Asp Ser 
200 

caa gat 
Gin Asp 

gta gat 
Val Asp 

gaa gca 
Glu Ala 



Glu Ser Arg 
60 

cga gaa gac 
Arg Glu Asp 
75 

aaa gca ttg 
Lys Ala Leu 
90 

gec gtc aca 
Ala Val Thr 

ttg aga cag 
Leu Arg Gin 

aac aaa ggt 
Asn Lys Gly 
140 

aca gat age 
Thr Asp Ser 
155 

tat gaa tat 
Tyr Glu Tyr 
170 

ttc age att 
Phe Ser He 

agt att ttc 
Ser He Phe 

gga aga ttg 
Gly Arg Leu 
220 

gtt cgt gat 
Val Arg Asp 

235 
ggg tct att 
Gly Ser He 
250 



Leu Glu Arg Leu 

ctt gac atg att 
Leu Asp Met lie 
80 

tta aca gga tta 
Leu Thr Gly Leu 
95 

gat aga ttg get 
Asp Arg Leu Ala 
110 

eat aga ata agt 
His Arg He Ser 
125 

caa aga cag ttg 
Gin Arg Gin Leu 



ttg gaa 
Leu Glu 

gaa gaa 
Glu Glu 

gca gga 
Ala Gly 
190 
att ace 
lie Thr 
205 

egg gtc 
Arg Val 



aca cca 
Thr Pro 
160 
ate aca 
lie Thr 
175 

ggt acg 
Gly Thr 

aaa att 
Lys He 

aat gac 
Asn Asp 



gta aca cat age 
Val Thr His Ser 
240 

gta cgc ttg tat 
Val Arg Leu Tyr 
255 
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gta aaa aga agg aaa cca gtg tea gaa 
Val Lys Arg Arg Lys Pro Val Ser Glu 
260 265 
att aaa ggt cct aaa ggt ctt ggg ttt 
He Lys Gly Pro Lys Gly Leu Gly Phe 

275 280 
aat cag cat att cct ggg gat aat age 
Asn Gin His He Pro Gly Asp Asn Ser 

290 295 
gaa gga ggt gca gca cat aag gat ggc 
Glu Gly Gly Ala Ala His Lys Asp Gly 
305 310 
ctt tta gca gtg aat aac gta tgt tta 
Leu Leu Ala Val Asn Asn Val Cys Leu 
325 

gca gta act gec tta aag aac aca tct 
Ala Val Thr Ala Leu Lys Asn Thr Ser 
340 345 
gca aaa ccc aca agt atg tat atg aat 
Ala Lys Pro Thr Ser Met Tyr Met Asn 

355 360 
ate acc aac tct tct tct cag cct gtt 
He Thr Asn Ser Ser Ser Gin Pro Val 

370 375 
tec ttc ttg ggc cag aca cca gca tct 
Ser Phe Leu Gly Gin Thr Pro Ala Ser 
385 390 
tct aaa gca gta ctt gga gat gat gaa 
Ser Lys Ala Val Leu Gly Asp Asp Glu 
405 



aaa ata atg gaa ata aag etc 816 
Lys He Met Glu lie Lys Leu 
270 

age att get gga ggt gtt gga 864 
Ser He Ala Gly Gly Val Gly 
285 

ate tat gta acc aaa ata att 912 
He Tyr Val Thr Lys He He 
300 

aaa ctt cag att gga gat aaa 960 
Lys Leu Gin He Gly Asp Lys 
315 320 
gaa gaa gtt act cat gaa gaa 1008 
Glu Glu Val Thr His Glu Glu 
330 335 
gat ttt gtt tat ttg aaa gtg 1056 
Asp Phe Val Tyr Leu Lys Val 
350 

gat ggc tat gca cca cct gat 1104 
Asp Gly Tyr Ala Pro Pro Asp 
365 

gat aac cat gtt age cca tct 1152 
Asp Asn His Val Ser Pro Ser 
380 

cca gee aga tac tee cca gtt 1200 
Pro Ala Arg Tyr Ser Pro Val 
395 400 
att aca agg gaa cct tgaggatcc 1251 
He Thr Arg Glu Pro 
410 



<210> 15 
<211> 414 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> hybrid protein 
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<220> 

<221> DNAJIND 
<222> <!)..( 147) 
<223> GAL4DBD 

<220> 

<221> DOMAIN 
<222> (174).. (260) 
<223> hDIg-PDZl 

<220> 

<221> DOMAIN 
<222> (269).. (355) 
<223> hDIg-PDZ2 

<400> 15 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met lie 
65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp He Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Glu Phe Leu Val Asn Thr Asp Ser Leu Glu Thr Pro 
145 150 155 160 

Thr Tyr Val Asn Gly Thr Asp Ala Asp Tyr Glu Tyr Glu Glu He Thr 
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165 170 175 

Leu Glu Arg Gly Asn Ser Gly Leu Gly Phe Ser He Ala Gly Gly Thr 

180 185 190 

Asp Asn Pro His He Gly Asp Asp Ser Ser He Phe He Thr Lys lie 

195 200 205 

He Thr Gly Gly Ala Ala Ala Gin Asp Gly Arg Leu Arg Val Asn Asp 

210 215 220 

Cys He Leu Arg Val Asn Glu Val Asp Val Arg Asp Val Thr His Ser 
225 230 235 240 

Lys Ala Val Glu Ala Leu Lys Glu Ala Gly Ser He Val Arg Leu Tyr 

245 250 255 

Val Lys Arg Arg Lys Pro Val Ser Glu Lys He Met Glu He Lys Leu 

260 265 270 

He Lys Gly Pro Lys Gly Leu Gly Phe Ser lie Ala Gly Gly Val Gly 

275 280 285 

Asn Gin His He Pro Gly Asp Asn Ser lie Tyr Val Thr Lys lie lie 

290 295 300 

Glu Gly Gly Ala Ala His Lys Asp Gly Lys Leu Gin He Gly Asp Lys 
305 310 315 320 

Leu Leu Ala Val Asn Asn Val Cys Leu Glu Glu Val Thr His Glu Glu 

325 330 335 

Ala Val Thr Ala Leu Lys Asn Thr Ser Asp Phe Val Tyr Leu Lys Val 

340 345 350 

Ala Lys Pro Thr Ser Met Tyr Met Asn Asp Gly Tyr Ala Pro Pro Asp 

355 360 365 

He Thr Asn Ser Ser Ser Gin Pro Val Asp Asn His Val Ser Pro Ser 

370 375 380 

Ser Phe Leu Gly Gin Thr Pro Ala Ser Pro Ala Arg Tyr Ser Pro Val 
385 390 395 400 

Ser Lys Ala Val Leu Gly Asp Asp Glu He Thr Arg Glu Pro 
405 410 

<210> 16 
<211> 336 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> hybrid gene 

<220> 

<221> CDS 

<222> (16).. (327) 

<400> 16 

gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gee ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac ggc gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gec gac gcg eta gac gat tte gat. ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gec 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 
45 50 55 60 

ccc tac ggc get ctg gat atg gee gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gec ctt gga att gac gag tac ggt ggg gaa ttc gat aaa aac 291 
Thr Asp Ala Leu Gly He Asp Glu Tyr Gly Gly Glu Phe Asp Lys Asn 

80 85 90 

aac tgt tct aat gca aag get gtg gag act gat gtg tga ggatcc 336 
Asn Cys Ser Asn Ala Lys Ala Val Glu Thr Asp Val 
95 100 

<210> 17 
<211> 104 
<212> PET 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 



<220: 
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<221> DOMAIN 
<222> (8).. (87) 
<223> VP 16 AD 

<220> 

<221>D0MAIN 
<222> (89).. (104) 
<223> Kvl.4 

<400> 17 

Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro Thr Asp Val Ser 

15 10 15 

Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val Ala Met Ala His 

20 25 30 

Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Asp Gly Asp 

35 40 45 

Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala Pro Tyr Gly Ala 

50 55 60 

Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe Thr Asp Ala Leu 
65 70 75 80 

Gly He Asp Glu Tyr Gly Gly Glu Phe Asp Lys Asn Asn Cys Ser Asn 

85 90 95 

Ala Lys Ala Val Glu Thr Asp Val 
100 

<210> 18 
<211> 516 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 

<221> CDS 

<222> (16).. (507) 



<400> 18 
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gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gcc ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac ggc gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gcc gac gcg eta gac gat ttc gat ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gcc 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 
45 50 55 60 

ccc tac ggc get ctg gat atg gcc gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gcc ctt gga att gac gag tac ggt ggg gaa ttg acc atg gag 291 
Thr Asp Ala Leu Gly He Asp Glu Tyr Gly Gly Glu Leu Thr Met Glu 

80 85 90 

gag ccg cag tea gat cct age gtc gag ccc cct ctg agt cag gaa aca 339 
Glu Pro Gin Ser Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr 

95 100 105 

ttt tea gac eta tgg aaa eta ctt cct gaa aac aac gtt ctg tec ccc 387 
Phe Ser Asp Leu Trp Lys Leu Leu Pro Glu Asu Asn Val Leu Ser Pro 

110 115 120 

ttg ccg tec caa gca atg gat gat ttg atg ctg tec ccg gac gat att 435 
Leu Pro Ser Gin Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp He 
125 130 135 140 

gaa caa tgg ttc act gaa gac gaa ttc gat aaa aac aac tgt tct aat 483 
Glu Gin Trp Phe Thr Glu Asp Glu Phe Asp Lys Asn Asn Cys Ser Asn 

145 150 155 

gca aag get gtg gag act gat gtg tga ggatcc 516 
Ala Lys Ala Val Glu Thr Asp Val 
160 

<210> 19 
<211> 164 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> hybrid protein 
<220> 

<221> DOMAIN 
<222> (8).. (87) 
<223> VP 1 BAD 

<220> 

<221> DOMAIN 
<222> (89).. (147) 
<223> P 53AD 

<220> 

<221> DOMAIN 
<222> (150).. (164) 
<223> Kvl.4 

<400> 19 

Lys Val Ala Pro Pro Thr Asp Val Ser 

10 15 
Asp Gly Glu Asp Val Ala Met Ala His 

25 30 
Asp Leu Asp Met Leu Gly Asp Gly Asp 
40 45 
Pro His Asp Ser Ala Pro Tyr Gly Ala 
60 

Phe Glu Gin Met Phe Thr Asp Ala Leu 
75 80 
Glu Leu Thr Met Glu Glu Pro Gin Ser 

90 95 
Leu Ser Gin Glu Thr Phe Ser Asp Leu 

105 110 
Asn Val Leu Ser Pro Leu Pro Ser Gin 
120 125 
Ser Pro Asp Asp He Glu Gin Trp Phe 
140 



Met Gly Pro Lys Lys Lys Arg 

1 5 
Leu Gly Asp Glu Leu His Leu 
20 

Ala Asp Ala Leu Asp Asp Phe 
35 

Ser Pro Gly Pro Gly Phe Thr 
50 55 
Leu Asp Met Ala Asp Phe Glu 
65 70 
Gly He Asp Glu Tyr Gly Gly 
85 

Asp Pro Ser Val Glu Pro Pro 
100 

Trp Lys Leu Leu Pro Glu Asn 
115 

Ala Met Asp Asp Leu Met Leu 
130 135 
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Thr Glu Asp Glu Phe Asp Lys Asn Asn Cys Ser Asn Ala Lys Ala Val 
145 150 155 160 

Glu Thr Asp Val 

<210> 20 
<211> 699 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> hybrid gene 

<220> 

<221> CDS 

<222> (16).. (690) 

<400> 20 

gctagcgccg ccacc atg ggc cct aaa aag aag cgt aaa gtc gcc ccc ccg 51 
Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro 
1 5 10 

acc gat gtc age ctg ggg gac gag etc cac tta gac gge gag gac gtg 99 
Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val 

15 20 25 

gcg atg gcg cat gcc gac gcg eta gac gat ttc gat ctg gac atg ttg 147 
Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu 

30 35 40 

ggg gac ggg gat tec ccg ggg ccg gga ttt acc ccc cac gac tec gcc 195 
Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala 
45 50 55 60 

ccc tac ggc get ctg gat atg gcc gac ttc gag ttt gag cag atg ttt 243 
Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe 

65 70 75 

acc gat gcc ctt gga att gac gag tac ggt ggg gaa ttg acc atg gag 291 
Thr Asp Ala Leu Gly lie Asp Glu Tyr Gly Gly Glu Leu Thr Met Glu 

80 85 90 

gag ccg cag tea gat cct age gtc gag ccc cct ctg agt cag gaa aca 339 
Glu Pro Gin Ser Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr 
95 100 105 
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ttt tea gac eta tgg aaa eta ctt cct gaa aac aae gtt ctg tec ccc 387 
Phe Ser Asp Leu Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro 

110 115 120 

ttg ccg tec caa gca atg gat gat ttg atg ctg tec ccg gac gat att 435 
Leu Pro Ser Gin Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp He 
125 130 135 140 

gaa caa tgg ttc act gaa gac gaa ttg ace atg gag gag ccg cag tea 483 
Glu Gin Trp Phe Thr Glu Asp Glu Leu Thr Met Glu Glu Pro Gin Ser 

145 150 155 

gat cct age gtc gag ccc cct ctg agt cag gaa aca ttt tea gac eta 531 
Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr Phe Ser Asp Leu 

160 165 170 

tgg aaa eta ctt cct gaa aac aac gtt ctg tec ccc ttg ccg tec caa 579 
Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro Leu Pro Ser Gin 

175 180 185 

gea atg gat gat ttg atg ctg tec ccg gac gat att gaa caa tgg ttc 627 
Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp He Glu Gin Trp Phe 

190 195 200 

act gaa gac gaa ttc gaa ttc gtt tct gca get cgt cgt cct tta cct 675 
Thr Glu Asp Glu Phe Glu Phe Val Ser Ala Ala Arg Arg Pro Leu Pro 
205 210 215 220 

cct tta cct cgt tat taa ggatcc 699 
Pro Leu Pro Arg Tyr 

225 

<210> 21 
<211> 225 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> hybrid protein 
<220> 

<221> DOMAIN 
<222> (8). .(87) 
<223> VP 16 AD 
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<220> 

<221> DOMAIN 
<222> (89).. (147) 
<223> p53AD 

<220> 

<221> DOMAIN 
<222> (150).. (208) 
<223> p53AD 

<220> 

<221> DOMAIN 
<222> (213).. (225) 
<223> Prol5 

<400> 21 

Met Gly Pro Lys Lys Lys Arg Lys Val Ala Pro Pro Thr Asp Val Ser 

15 10 15 

Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val Ala Met Ala His 

20 25 30 

Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Asp Gly Asp 

35 40 45 

Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala Pro Tyr Gly Ala 

50 55 60 

Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe Thr Asp Ala Leu 
65 70 75 80 

Gly He Asp Glu Tyr Gly Gly Glu Leu Thr Met Glu Glu Pro Gin Ser 

85 90 95 

Asp Pro Ser Val Glu Pro Pro Leu Ser Gin Glu Thr Phe Ser Asp Leu 

100 105 110 

Trp Lys Leu Leu Pro Glu Asn Asn Val Leu Ser Pro Leu Pro Ser Gin 

115 120 125 

Ala Met Asp Asp Leu Met Leu Ser Pro Asp Asp He Glu Gin Trp Phe 

130 135 140 

Thr Glu Asp Glu Leu Thr Met Glu Glu Pro Gin Ser Asp Pro Ser Val 
145 150 155 160 

Glu Pro Pro Leu Ser Gin Glu Thr Phe Ser Asp Leu Trp Lys Leu Leu 
165 170 175 
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Pro Glu Asn Asn Val Leu Ser Pro Leu Pro Ser Gin Ala Met Asp Asp 

180 185 190 

Leu Met Leu Ser Pro Asp Asp lie Glu Gin Trp Phe Thr Glu Asp Glu 

195 200 205 

Phe Glu Phe Val Ser Ala Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg 
210 215 220 

Tyr 
225 

<210> 22 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding SH3 
<400> 22 

aaagaattcc tggccggtgg agtga 25 

<210> 23 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding SH3 
<400> 23 

tttggatccc ggagggcgcc ac 22 

<210> 24 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding p53AD 
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<400> 24 

aaacaattga ccat.ggagga gc 22 

<210> 25 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding p53AD 
<400> 25 

aaagaattcg tcttcagtga accattgttc aa 32 

<210> 26 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Pro5 
<400> 26 

Val Ser Leu Ala Arg Arg Pro Leu Pro Pro Leu Pro Arg Tyr 
1 5 10 

<210> 27 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding ERLBD 



<400> 27 

aaacaattgt ctgctggaga catgagagc 



29 



WO 00/71743 



34/35 



PCT/JPOO/03353 



<210> Z8 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding ERLBD 
<400> 28 

aaagaattcg actgtggcag ggaaacc 

<210> 29 
<2U> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding PDZ2 
<400> 29 

aaagaattca gaaggaaacc 



<210> 30 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding PDZ2 
<400> 30 

aaaggatcct caaggttccc ttgtaatttc at 

<210> 31 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> primer for amplification of DNA encoding PDZ1-PDZ2 
<400> 31 

aaagaattcc tggtcaacac agatagcttg 30 

<210> 32 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for amplification of DNA encoding PDZ1-PDZ2 
<400> 32 

aaaggatcct caaggttccc ttgtaatttc at 32 

<210> 33 
<211> 66 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> DNA encoding Kvl.4 



<400> 33 

aaagaattcg ataaaaacaa ctgttctaat gcaaaggctg tggagactga tgtgtgagga 60 
tccaaa 66 
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